SF1: Workflow of RNAseq data analysis. Raw sequences from each sample are retrieved from Illumina BaseSpace followed by bioinformatics analysis as shown.
II
(atsm) (n = 7) and unlesioned control treated with Cu II (atsm) (n = 4).
A B C D Supplementary Figure 3:
SF3: Interactive PDF of Figure 5A . Pathways of differentially expressed genes involved in MPTPinduced model of Parkinson's disease. An interactive map highlighting the interaction of genes of interests centring Adcy1, Mapk13, Prkcd and Ptk2b among multiple mapped pathways which can be virtuallyviewed online. Node denotes genes or compounds, while edge denotes the link between the two nodes. Gene interests are connected by direct (bolded solid black edges) or intermediate interaction (solid blue edges) involved in the same or different pathways. Genes identified in the data are coloured according to the degree of fold change; up-regulated (red), down-regulated (blue) and no expression change (grey).
Supplementary Tables
Supplementary Table 1 : 143 differentially expressed genes (p<0.05, FDR < 5%)
Description of the data: Significant differentially expressed genes were identified as those with a P value of < 0.05 with Benjamini-Hochberg multiple testing correction at 5% false-discovery rate (FDR). The comparison expression plot revealed 143 genes that were differentially expressed. 
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